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Identification of splice site is essential for annotation of genes. Though existing approaches have achieved an acceptable level 
of accuracy, still there is a need for improvement in the accuracy. Besides, most of the approaches are species-specific and 

have used longer sequence motif to train the classification model. Therefore, it is required to develop an approach compatible 
with short sequence motif as well as provide higher accuracy across the species. The real and pseudo splice site sequences on 
human, bovine, fish and worm were collected from public domain. Then, each splice site sequence of 15 nucleotides long was 
transformed into a numeric vector of length 49, out of which 4 were positional, 4 were dependency and 41 were compositional 
features. Using transformed real and pseudo splice site dataset, prediction was made through SVM with radial basis kernel 
function. Using balanced training set, the proposed approach achieved AUC-ROC of 96.05%, 96.96%, 96.95%, 96.24% and 
AUC-PR of 97.64%, 97.89%, 97.91%, 97.90%, while tested on human, bovine, fish and worm datasets respectively. On the other 
hand, AUC-ROC of 97.21%, 97.45%, 97.41%, 98.06% and AUC-PR of 93.24%, 93.34%, 93.38% and 92.29% were obtained, 
while imbalanced training datasets were used. Further, the proposed approach outperformed most of the splice site prediction 
approaches while compared using bench mark NN269 dataset. Thus, we believe that the proposed approach can be used as a 
complementary method to the existing methods.
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